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Figure S1. Multiple sequence alignment of MBF1s of fungi from Saccharomycotina and 

Pezizomycotina in Ascomycota and Agaricomycotina in Basidiomycota. These sequences 

were aligned using MAFFT. The secondary structures of the MBF1s were predicted using 

NCBI BLASTP and an online software ESPript 3.033 based on the nuclear magnetic resonance 

structural information of Trichoderma reesei from the Protein Data Bank 

(http://www.rcsb.org/pdb/explore/explore.do?structureId=2JVL). The red box with white 

characters indicates strict identity, the red characters indicate similarity in a group, and the blue 

frame indicates similarity across groups. 

 

 

 

 

 

 



 

 

Figure S2. The NJ phylogenetic trees based on the amino acid sequences of MBF1s. 

Phylogenetic tree was constructed with MEGA version 5.01 by the neighbor-joining method 

using the Poisson model. In total, 39 MBF1 references representing Archaea, Fungi, Animalia 

and Planta were selected (Table S2). 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Figure S3. The purified in put proteins for GST pull down assay. 

 

 


